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. List of sense and antisense transcripts counter-regulated by Set1 and Jhd2. Fold change in sense (s) or antisense (as) transcript levels for the indicated genes in jhd2Δ or set1Δ mutant relative to the control wild type (WT) are shown. Fold change in transcript levels were calculated using sequencing reads obtained from three independent RNA samples each isolated for control WT and deletion mutants (jhd2Δ or set1Δ). Red arrows denote down-regulation of the transcript in the mutant, and green arrows indicate up-regulation of the transcript in the mutant. Changes in H3K4 methylation levels, nucleosomal occupancy and transcript levels for LCP5 and DBP8 genes in jhd2Δ or set1Δ are shown. The normal nucleosomal, H3K4 methylation, Jhd2 and Set1 occupancies at these genes are also shown. Reads for mononucleosomal DNA in wild type (WT) shows the native chromatin organization (brown). Reads for H3K4 monomethyl (me1, magenta), H3K4 dimethyl (me2, cyan) and H3K4 trimethyl (me3, green) marks in WT shows their distribution over the LCP5 and DBP8 genes. Jhd2 (black) and Set1 (pink) occupancy (qpois) in WT strain at the LCP5 and DBP8 genes are shown. Fold change in the levels of H3K4me1, H3K4me2 and H3K4me3 marks in jhd2Δ or set1Δ relative to that in WT are shown. Fold change in H3K4 methylation in set1Δ relative to WT was calculated using data from Chabbert et al (2015) . Increase or decrease in a given H3K4 methyl mark in the mutant is shown in red or blue, respectively. Mononucleosomal DNA from WT were subtracted from those obtained from jhd2Δ or set1Δ and visualized using a genome browser. Gain or loss in nucleosome occupancy in the mutant is represented in red or blue, respectively. RNA-seq reads for LCP5 and DBP8 transcript levels in WT, jhd2Δ or set1Δ strains are also shown (orange). 
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